Global maps of predicted environmental suitability for chikungunya, dengue and Zika virus transmission measured on a relative scale from 0 to 1.0, for every ≈5 x 5 km, have been constructed previously [1] [2] [3] . To calculate the population at risk (PAR) from each arbovirus, we converted these maps of relative risk into binary maps of predicted infection risk presence using a threshold level of environmental suitability above which an area was considered at-risk. The threshold for dengue risk was calculated by extracting the environmental suitability values for the locations of 113 records of confirmed dengue infections [4] in Africa that have been geolocated to an area < 25 km 2 . We then calculated the threshold that captured 95% of these dengue records. A 95% value was used to allow for errors in either the location and/or disease identification within the set of case reports. The same calculation was performed for chikungunya. In this case, there were not enough confirmed records from Africa alone so 394 global records, including reports from Africa, were used [5] . For Zika, there were not enough precisely-located confirmed records available globally to calculate the threshold in the same way so a threshold of 0.5 was used to identify the areas most at risk. Once the three binary maps of 'at-risk' areas were constructed, they were combined with fine scale population data for 2015 from WorldPop [6] to calculate the population living within each at-risk area.
